Dehydrogenase enzymes are almost inevitable for metabolic processes. Shortage or malfunctioning of dehydrogenases often leads to several acute diseases like cancers, retinal diseases, diabetes mellitus, Alzheimer, hepatitis B & C etc. With advancement in modern-day research, huge amount of sequential, structural and functional data are generated everyday and widens the gap between structural attributes and its functional understanding. DB Dehydrogenase is an effort to relate the functionalities of dehydrogenase with its structures. It is a completely web-based structural database, covering almost all dehydrogenases [~150 enzyme classes, ~1200 entries from ~160 organisms] whose structures are known. It is created by extracting and integrating various online resources to provide the true and reliable data and implemented by MySQL relational database through user friendly web interfaces using CGI Perl. Flexible search options are there for data extraction and exploration. To summarize, sequence, structure, function of all dehydrogenases in one place along with the necessary option of cross-referencing; this database will be utile for researchers to carry out further work in this field. 
Background:
Dehydrogenases (DHs) or oxidoreductases are a group of well studied enzymes that catalyze transfer of protons from substrate to an acceptor or coenzymes, such as NAD or NADP or FAD or FMN in an oxidation-reduction reaction [1] . DHs In this situation, existence of vast number of members makes the classification very cloudy, our effort is to explore and reclassify the enzyme dehydrogenase on the basis of their available sequential, structural and functional data and put them all at one place to make it more comprehensive. We here, built a completely web based structural database on dehydrogenase, based on published structures from almost 160 species. This database contains brief pathway, co-enzyme, cofactor information, disease association, sequences, taxonomic characteristics, structural details, references and links to other resources of all entries.
Methodology of development
The relational database was developed, using MySQL as back end. The website is powered by Apache HTTP Server, HTML, JavaScript and CGI-PERL based web interfaces have been developed to execute the SQL queries dynamically. The application layer between the web interface and the backend relational tables has been implemented by using CGI-PERL. 
Data collection and validation:
All the data were initially collected from Protein Data Bank (PDB) 
Data Access and Generation:
The database interfaces include: Home (general information), Advanced Search (a combined multiple search), Basic Search (by name, organ, organism, co-enzyme, keyword), Classification (by enzyme class, organism), External Links (cross-reference) and Help (guide to database). The implementation of a menu-based bespoke search system allows the user to perform either a broad or user specific search from one simple search interface. The organizational framework in DB Dehydrogenase is designed in a manner to help users in easy navigation and retrieve information from database ( Figure  1) .
Utility to the biological community:
Proper classification of dehydrogenase enzyme was always been a hectic job due to multiple substrate affinity, manifold cofactor resemblance, multiple functional domains etc. We have developed a coherent system of classification by considering each enzyme class with reference to its substrate binding sites. The annotating method, we have used is quite appropriate for better classification of dehydrogenase enzymes. The data contained in DB dehydrogenase is compiled manually from previously published peer reviewed articles and verified, where possible, from the original literature. This suggests that, compared to other databases, it will be more accurate and reliable.
Caveats:
We would like to mention, initially, as with all databases, random errors may occur due to human slip-up during the data accumulation or due to error within the original experimental data. Intimations to the authors for these kinds of mistakes will be highly appreciated.
Future Development:
In future we plan to add an option to show the recently published articles on dehydrogenase and to update and improve the database in regular time interval.
